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values were not inﬂuenced by oxacillin or vancomycin
susceptibility patterns for S. aureus and enterococci,
respectively (0.25mg/L for total S. aureus and entero-
cocci, MSSA, MRSA, VRS, and VRE). Resistance patterns
noted were: tetracycline (see Table), ESBL- and ﬂuoro-
quinolone resistance in Enterobacteriaceae (28.8, 33.7%,
respectively), VRE (9.9%), MRSA (47.7%) and Acinetobacter
spp. carbapenem (imipenem)-resistant (76.1%).
Conclusion: MDR rates across all GP and GN species have
increased in Latin America. However, tigecycline remained
very active against these MDR strains. Tigecycline exhibited
promising spectrum/potency exceeding currently available
agents against sampled isolates from Latin America.
doi:10.1016/j.ijid.2010.02.386
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Genetic diversity of enterococci harboring high-level gen-
tamicin resistance genes aac(6′)-Ieaph(2′′)-Ia or aph(2′′)-
Ie in a Japanese hospital
N. Kobayashi1,∗, S. Watanabe1, S. Nagashima1, D.
Quinones2, N. Urushibara1
1 Sapporo Medical University School of Medicine, Sapporo,
Hokkaido, Japan
2 Tropical Medicine Institute ‘‘Pedro Kouri’’, Ciudad de La
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Background: Enterococci are important human pathogens
implicated in various nosocomial infections. In Japan,
prevalence of high-level gentamicin resistance (HLGR) is
recognized as a potential concern for enterococcal infec-
tions, although vancomicin resistance is rarely found. In the
present study, prevalence of two aminoglycoside-modifying
enzyme (AME) genes aac(6′)-Ie-aph(2′′)-Ia and aph(2′′)-Ie
which confer HLGR to enterococci and clonal diversity of
the enterococcal isolates with these resistance genes were
analyzed.
Methods: A total of 1128 clinical isolates of enterococci
obtained in a Japanese hospital during a period between
1997 and 2007 were analyzed for presence of aac(6′)-Ie-
aph(2′′)-Ia and aph(2′′)-Ie by PCR. IS256-ﬂanking patterns,
sequence diversity of these genes were analyzed by PCR
and direct sequencing. Enterococcus faecalis and Entero-
coccus faecium stains with the HLGR genes were typed by
multi-locus sequence typing (MLST).
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Results: The aac(6′)-Ie-aph(2′′)-Ia was detected in 40.1%,
2.9%, and 3.6% of E. faecalis, E. faecium and other ente-
ococcal species, respectively, and aph(2′′)-Ie was detected
n 3.3% of E. faecium isolates. Two IS256-ﬂanking patterns,
runcated forms of Tn5281 lacking IS256 at only 5′-end
nd both 5′ and 3′ ends of aac(6′)-Ie-aph(2′′)-Ia were the
ost prevalent. Among 14 E. faecalis and 10 E. faecium
trains harboring aac(6′)-Ie-aph(2′′)-Ia, eight and six dif-
erent sequence types (STs) were identiﬁed by MLST,
espectively. STs of most of the E. faecium strains belonged
o the clonal complex CC17 which is known as globally
merging lineage of vancomycin- or ampicillin-resistant E.
aecium clones. In contrast, E. faecium strains with aph(2′′)-
e were classiﬁed into newly assigned STs (ST426 or its single
ocus variant ST427).
Conclusion: HLGR gene aac(6′)-Ie-aph(2′′)-Ia was dis-
ributed to E. faecalis with various genetic lineages and E.
aecium with lineages in CC17 mostly. The aph(2′′)-Ie was
arried by E. faecium from a few limited lineages.
oi:10.1016/j.ijid.2010.02.387
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he expansion of ST80-SCCmec-IV clone of community-
cquired methicillin resistant Staphylococcus aureus in
uwait hospitals
. Udo ∗, E. Sarkhoo
Kuwait University, Health Science Center, Safat, Kuwait
Background: Community- acquired methicillin resistant
. aureus (CA-MRSA) that infects patients with no tradi-
ional risk factors for the acquisition of MRSA infections is
ncreasing in many parts of the world. In this study, CA-
RSA obtained from patients in eight Kuwait hospitals were
haracterized for their antibiotic resistance and typed using
ulsed-ﬁeld gel electrophoresis (PFGE), SCCmec and multi-
ocus sequence typing (MLST) to ascertain their relatedness.
Methods: In total 135 CA-MRSA isolates were obtained
rom eight hospitals in Kuwait between 1 January 2005 and
1 December 2006. Antibiotic susceptibility testing was per-
ormed by the disk diffusion method. MIC was determined
sing Etest strips. PFGE was performed utilizing SmaI diges-
ion of genomic DNA followed by fragment separation in
